ABSTRACT Here, we report the draft genome sequence of Salmonella enterica subsp. enterica serovar Typhimurium strain Q1. The draft genome contains 4,793,493 bp in 149 contigs.
content of the genome assembly was 52.2%. Gene annotation was performed using the RAST annotation server (18) , which predicted 4,667 coding DNA sequences, 91 tRNAs, 42 rRNAs, and 1 transfer-messenger RNA in the draft genome. Strain Q1 was assigned to sequence type 19 using the multilocus sequence type service for total-genomesequenced bacteria from the Center for Genomic Epidemiology (19) . Using ResFinder (20) and PlasmidFinder (21) , neither resistance genes nor plasmids were identified. Consistent with this observation, no phenotypic resistance against 11 different antibiotics was noted using the bioMérieux Vitek 2 system. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number NNSK00000000. The version described in this paper is the first version, NNSK01000000.
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